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1 . A method for estimating the disease risk of an individual comprising 



establishing a sample from said individual. 



assessing in the genetic material m said sample a sequence polymorphism 



10 



15 



20 



25 



30 



35 



in a region conresponding to sEQ ID NO: 2, or a part thereof, or 

in a region complementary to SEQ ID NO: 2, or a part thereof, or 

in a transcription product from a sequence in a region corresponding to SEQ 

ID NO: 2, or a part thereof, Ar 

or translation product from a sequence in a region corresponding to SEQ ID 

NO: 2, or a part thereof, 1 

obtaining a sequence polymorphism response. 



- In a region corresponding to 

- in a region complementary t6 



- estimating the disease risk of ^aid individual based on the sequence polymor- 
phism response. 

2. The method according to clairp 1, wherein a sequence polymorphism is as- 
sessed 



SEQ ID NO: 1, or a part thereof, or 
SEQ ID NO: 1 , or a part thereof, or 

- in a transcription product froi^ a sequence in a region corresponding to SEQ ID 
NO: 1 . or a part thereof, or 

- or translation product from a sequence in a region conresponding to SEQ ID 
NO: 1 , or a part thereof. 



3. The method according to claim 
tissue sample, a sample of 
face, such as a buccal swap, 
nails. 



1, wherein the cell sample is a blood sample, a^ 
sec^retion, semen, ovum, a washing of a body sur- 
clipping of a body surface, including hairs and 





3 ' 
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4. The method accx>rding to any of the preceding claigis, wherein the cell is se- 
lected from white blood cells and tumor tissue. 



5. The method according to any of the preceding claims, wherein the sequence 

/ 

polymorphism comprises at least one mutation base change. 

/ 

6. The method according to any of the precedipg claims, wherein the sequence 
polymorphism comprises at least two basefchanges. 

7. The method according to any of the preceding claims, wherein the sequence 
polymorphism comprises at least one single nucleotide polymorphism. 

8. The method according to any of the pijpceding claims, wherein the sequence 
polymorphism comprises at least two single nucleotide polymorphisms. 

9. The method according to any of the oreceding claims, wherein the sequence 
polymorphism comprises at least one tandem repeat polymorphism. 

10. The method according to any of thd preceding claims, wherein the sequence 
polymorphism comprises at least two tandem repeat polymorphisms. 



1 1 . The method according to any of th 
iected from skin carcinoma includitjg 
cancer, colon cancer and other cai icers 
cancer, lymphoma, leukemia, pane rea 
cancer and other gynecological ca icecs 



12. The method according to any of 
Iected from skin cancer, lung 



thfe 



13. The method according to any of 
Iected from skin cancer and breas 



preceding claims, wherein the cancer is se- 
malignant melanoma, breast cancer, lung 
in the gastro-intestinal trad, prostate 
s cancer, head and neck cancer, ovary 



the preceding claims, wherein the cancer is se- 
cancpr, colon cancer and breast cancer. 



preceding claims, wherein the cancer is se- 
cancer. 



14. The method according to any of itxp preceding claims 11-13, wherein the skin 
cancer is basal cell carcinoma. 
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15. The method according to any of the preceding claims, wherein the assessment 
is conducted by means of at least one nucleib acid primer or probe, such as a 
primer or probe of DNA, RNA or a nucleic acid analogue such as peptide nucleic 
add (PNA) or locked nucleic acid (LIMA). 



16. The method according to claim 15. whe'ein the nucleotide primer or probe is 
capable of hybridising to a subsequerice of the region corresponding to SEQ ID 
NO: i; or a part thereof, or a region oomplementary to SEQ ID NO:1. 

17. The method according to claim 15.Jwherein the primer or probe has a length of 
at least 9 nucleotide or peptide monomers. 

18. The method according to any of ttie preceding claims 15-17, wherein at least 
one primer or probe is capable |f hybridising to a subsequence selected from 
the group of subsequences 

1. . GCTCTGAAAC TTACTAGCCC(A/G)GTATTTATGG AGAGGGATTT 

2. GTGGTCAAATTCTCATTCATCGTGG(T/C)CCAGGCAAGC 
ACACTTCCTC j 

3. accctgaggt gagcacctgt tcctt(cyr) tccttgccct tagccca- 
gag gtaga 

4. gggcaggggt ttgtgcctcc aatga (g/a) cacaagctcc 

■:;accagcttt(t/c)gggggtgttt €^ 

GGGAAGCTGG ^ <rf 

6.. CTCCAGCCCC ACTGTI CCCT (A/G) GGCCCTATTG GTCCCCCTGG ^ ^ 

7. ACAAGGAGGA GGCAG aiAGTG AGGTT (G/C) AAACCCAGTG CCCAATC- 
TTA 

8. CCAACACGGT GAAAcicCGT 01QlN^I0)-\N^N^N:^f< AAAATTAGCC 

9. AATCCAGGAC CCCAT/}aTCT TCCGT (C/T) ATCTAAAACA ATA- 
ATGGTGA I 

10. CCCAAGGGGG CGAGGGGAGG GTGAA (A/G)GGGTGGGACG 



CCCTGCCCCC CAACT 
5. CGTGGCGGTG GCCGT 




GGGGCAGCCG 



r 
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11. GAAGTGAGAA GGGGGCTGGG GGTCG (G/-) CGCTCGCTAG 
CGGGCGCGGG / 

12. CGCACGCGCA GTATCCCGAT TG^CT (C/G)TGCCGTAGCG GATT- 
GACGGG / 

5 1 3. AACTCCTGGG TTCGATCAAT ACTCA (GAGA/-) ATCTTGGCAG 

GCGCAGGAGG / 

14. GCTGGGATTA CAGGCTTGAG CCACC (A/G) GGCGCGGCCT 
GCAAAGCCAT / 

15. TTTTGTATCT TTAGTAGAGA CAGG (T/G) TTTCTCCATG TTGGTCAGGC 
10 16. GCCTCAGCCT CCCGAGTAGC TGAGACT (C/A) CAGGTGCCCG CCAC- 

CACGCC / 

17. TGAAATTGTA GGTTGAGAGG CCAGGCG (C/T) GGTGCTCACG 
CCTGTAATTT / 

1 8. GT7TATAAAC ATTAAACCAG (T/A) GCTGTGTGAA GGCACTTAAT 

15 19. CCGTCTCTAT TAAAAA"W\TA AAA (A/C) AATTTAGCCG GGTGTAGCGG 

20. GGGAGGCTCG AGGGGGGC (A/G) GATTGCATGA GCTCAGGATT 

21 . TCCCAAGTTT CAGGG®CCAA CT/G) ATTCTCAAAT CACAGGATTC 

22. TGCAGTGAGC TGAGM-QGC (A/G) CCACTGCACT CCAGCCTGGG 

23. TCTTAGGACG CATGGjSGGT (T/G) GAGAGAACGG GGAGATAGAC 
20 24. CTGGGTTCTA GAACmCC (C/T) ATGCA/\ACCC AGCTGTTTCC 

25. ATTCTGCCCT GGGTTlCTAGA ACTAOCT (C/A) TGC/WVCCCA 
GCTGTTTCCC I 

26. GCTGTTTCCC ACCCGATAAG GCA (A/G) TAGGGGAGCC 
CACCTCCGCC j 

25 27. GACCTAG/\AG ATCGGTCGAG A (C/T) AGCAGCTTGA GGCTGGCAGG 

28. CTGGCCAGGA ATGckcTCGG GTCAC (C/T) CTGTCTAGCC 
ACCGTCTCGC j 

29. GGGAGGAGTC GCCGATCAGG (C/T) CCCTTCCTGA /^AGTCATCGA 

30. GCAGCCCGGG CTACAGGGTT (A/G) CCTGAGGTGT GGGTCCCAGG 
30 31 . TAGA/\ATACT /^ACA/^kcGGC (T/C) GTGGGTTTCT CCCCCTGCTT 

32. ACAGGAGAGG GAAG^G I I I I I I G (/VT) I I I I I I I I I I G l I I I I I I M 

33. GAAGAGGAAG fiJKGC€CAfiiAG GGA (/VC) AGAAACGTTC GAGCCA- 
GAAG \ 

34. GCGCCTCAAC AGCC/?IgAAGG AGCG (A/G) AGCCTCAGGC CCAGG- 
35 CAGCT 
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35. TTGAGACTCT CTGTTTGAT (A/G) CTTCACTCAG AAGGTGCTTC 

36. AGGCCAGGCT CCTGCTGGGT G (C/G) GCTGGTGCAG TCTCTGGGGA 

37. CCCCTATACC CTCAAGCAT (C/T) tATCCATTGA GTTACAAACA 

38. ACCATCCCCC GCCTTCCGTT {fijC) GTCCGGCCCC CGAGGCTAGC 

/ 

or to a sequence complementary to §ny of the subsequences. 

19. The method according to claim IB.Awherein at least one nucleotide probe Is se- 
lected from the group consisting of 



1. 

2. 
3. 
4. 
5. 
6. 
7. 
8. 
9. 



TG/W\TTGTAGGTTGAGAGG CCAGGCG (C/T) GGTGCTCACG 
CCTGTAATTT / 

GTTTATAAAC ATTAAACmG (T/A) GCTGTGTGAA GGCACTTAAT 
CCGTCTCTAT TAAAAATATA AAA (A/C) AATTTAGCCG GGTGTAGCGG 
GGGAGGCTCG AGGCGGGC (/VG) GATTGCATGA GCTCAGGATT 
TCCCAAGTTT CAGGGCCCAA (J/G) ATTCTCAAAT CACAGGATTC 
TGCAGTGAGC TGAGAlfcGC (A/G) CCACTGCACT CCAGCCTGGG 
TCTTAGGACG CATGGGGGT (T/G) GAGAGAACGG GGAGATAGAC 
CTGGGTTCTA GAACTAtc (C/T) ATGCAAACCC AGCTGTTTCC 
ATTCTGCCCT GGGTTC TAGA ACTACCT (C/A) TGC/WVCCCA 
GCTGTTTCCC 

1 0. GCTGTTTCCC ACCCC/ TAAG GCA (A/G) TAGGGGAGCC 
CACCTCCGCC 

1 1 . GACCTAGAAG ATCGG TCGAG A (C/T) AGCAGCTTGA GGCTGGCAGG 

1 2. CTGGCCAGGA ATGCA 3TCGG GTCAC (C/T) CTGTCTAGCC 
ACCGTCTCGC 

13. GGGAGGAGTC GCCG/TCAGG (C/T) CCCTTCCTGA AAGTCATCGA 

14. GCAGCCCGGG CTACAGGGTT (A/G) CCTGAGGTGT GGGTCCCAGG 

15. TAG/kAATACT AACAA/>jGGGC (T/C) GTGGGTTTCT CCCCCTGCTT 

16. ACAGGAGAGG GfiJ^GG\ I I I I IG (A/T) I I I 11 I I I I I Gil I i i I ii i 

17. GAAGAGGAAG AAGcJcAAAG GGA (A/C) AGAAACCTTC GAGCCA- 
GAAG 

18. GCGCCTCAAC AGCCA^AAGG AGCG (A/G) AGCCTCAGGC CCAGG- 
CAGCT 1 



C3 



35 



L 
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or to a sequence complementary to any^of the subsequences. 

20. The method according to claim 19. wherein at least one nucleotide probe is se- 
lected from the group consisting of 

1. GTTTATAAAC ATTAAACCAG (W) GCTGTGTGAA GGCACTTAAT 

2. CCGTCTCTAT TAAAAATATA Ajk (A/C) AATTTAGCCG GGTGTAGCGG 
. 3. GGGAGGCTCG AGGCGGGC {JjG) GATTGCATGA GCTCAGGATT 

4. TCCCAAGTTT CAGGGCCCAA'(T/G) ATTCTCAAAT CACAGGATTG 

5. TGCAGTGAGC TGAGATCGc/(A/G) CCACTGCACT CCAGCCTGGG 
or to a sequence complementary to any of the subsequences. 

- 21. The method according to any of the preceding claims, wherein at least one se- 
quence polymorphism is assess^ed In a region conresponding to SEQ ID NO: 1 
position 1521-37752 (r). 

22. The method according to any if the preceding claims, wherein at least one se- 
quence polymorphism is assessed in a region corresponding to SEQ ID NO: 1 
position 7760-22885 (RAI). 

23. The method according to an4 of the preceding claims, wherein at least one se- 
quence polymorphism Is assessed in a region corresponding to SEQ ID NO: 1 
position 34391- 37762. 

24. The method according to anV of the preceding claims, wherein at least two diffe- 
rent probes are used, one probe being selected from the probes as defined in ^ 
any of claims 17-21 , and the other probe being capable of hybridising to a se- ^ 
quence different from SEQ (ID NO: 1 , or a part thereof, or to a sequence com- ^ 
plementary to a region diffyent from SEQ ID NO: 1, or a part thereof.. ^ 

25. The method according to claim 1, wherein the translational product from a se 
quence in a region conresponding to SEQ ID NO: 1, or a part thereof, is an anti 
body, such as a monoclonal or polyclonal antibody. 



26. A method for estimating tl^b disease prognosis of an individual comprising 
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- providing a sample from said individual, 

ri 

I 

- assessing in the genetic material in said sample a sequence polymorphism 

5 / 

- in a region corresponding to SEQ ID NO: 2, or a part thereof, or 

- in a region complementary to SfcQ ID NO: 2, or a part thereof, or 

- in a transcription product from b sequence in a region corresponding to 
SEQ ID NO: 2, or a part thereof or 

10 - or translation product from a^sequence in a region conresponding to SEQ ID 

* NO: 2, or a part thereof, / 

- obtaining a sequence polymorphism response, 

- estimating the disease progngsis of said individual based on the sequence 
15 polymorphism response. 

27. The method according to clai^ 26, wherein the method has any of the features 



as defined in any of the claims 2-25. 

20 28. A method for estimating a treatment response of an individual suffering from 
cancer to a disease treatmei it, comprising 

- providing a sample from si Id individual, 

25 - assessing in tiie genetic material in said sample a sequence polymorphism . 

- in a region correspond ng to SEQ ID NO: 1 , or a part thereof, or 

- in a region complementary to SEQ ID NO: 1, or a part thereof, or 

- in a transcription product from a sequence in a region corresponding to 
30 SEQ ID NO: 1, or a partlthereof, or 

- or translation product ftjom a sequence in a region con-esponding to SEQ ID 
NO: 1 , or a part thereof, i 

- obtaining a sequence polymorphism response, 

35 - estimating the individual's response to the disease treatment based on the 

. I . 
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sequence polymorphism response. 

7 

29. The method according to claim 28, wherein the method has ^ny of the features 

— 

30. A primer or probe for use in a metho(yas defined in any of the claims above, 
said primer or probe being selected from 



/ 



TGGCTAACACGGTGAAACC(SE© ID NO:7) 
10 GGAATCCAAAGATTCTATGATCp(SEQ ID NO:8) 

GGGAGGCGGAGCTTGCAGTG^ (SEQ ID NO:9) 

CTGAGATCGCACCACTGCAc/(SEQ ID NO:10) 

GGTTTTCTGCTCTGCACACGKSEQ ID NO:11) 

CCTTTCTCCTTCCACCAACGKSEQ ID NO:12) 
i 5 CGGGCTACAGGGTTACCTi^G (SEQ ID NO: 1 3) 

TCTGCAACCTGGTGCGAGGAGC (SEQ ID NO: 14) 

CCTACCACCATCATCACAipC (SEQ ID NO:15) 

GCCTTGCCAAAAATCATA/lcC (SEQ ID NO:16) 

CCTCTCCCCAATTAAGTgIcTTCACACAGC (SEQ ID NO:17) 
20 AGCCAGGGAGGTTGAGGpT (SEQ ID NO:18) 

AGACAGCCCTGAATCAG<|AC (SEQ ID NO:19) 

GCAATGAGCCGAGATAGAA (SEQ ID NO:20) 

TGGCTAGCCCATTACTCTIA (SEQ ID NO:21) 

25 31 . A primer or probe for use in]a method as defined in any of the claims above as 
the other probe 



GCCCCGTCCCAGGTA (SEQ ID NO:74) 
AGCCCCAAGACCCTTTCACT (SEQ ID NO:22) 



E 

30 (STCCCATAGATAGGAGTGAAAG (SEQ ID NO:23) 

CCCTAGGACACAGGAGckcA (SEQ ID NO:24) 
TTGTGCTTTCTCTGTGTc|;A (SEQ id N0:25) 
TATCAGAAAAGGCTGGAGGA (SEQ ID NO:26) 
GAGTGGCTGGGGAGTAGGA (SEQ ID NO:27) 

35 GCCAAGCAGAAGAGAC/seAA (SEQ ID NO:28) 
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CCTCAGATGTCCTCTGCTCA (SEQ ID NO:29) 

GCCACAGCCCCAGCAAGTAG (SEC^'iD NO:30) 

AGGACCACAGGACACGCAGA (SEQ ID NO:31) 

CATAGAACAGTCCAGAACAC (SEQ ID NO:32) 

5 TTAGCTTGGCACGGCTGTCCAAfeGA (SEQ ID NO:33) 

ACAGAATTCGCCCCGGCCTGGTACAC (SEQ ID NO:34) 

TTGAAACTGGAACTCTGAGAAGG (SEQ ID NO:35) 

/ 

TGGTGGATGGTGTGAAGCAiSEQ ID NO:36) 

CCTTTCTCCAACTTCTTCTdCATTTCCACC (SEQ ID NO:37) 
10 GGGGATCATGTCGTCAATGGACT (SEQ ID NO:38) 

ATGCCCTGTAGGTTCAATGG (SEQ ID NO:39) 

TGGAGGTCTTTAGGGGCTTG (SEQ ID NO:40) 

GGCTGGTCCCCGTCTTCjlcCTTCC (SEQ ID NO:41) 

TCTCTGTTGCCACTTCAGCCTC (SEQ ID NO:42) 
1 5 GTCCTGCCCTCAGCAAi«GAGAA (SEQ ID NO:43) 

TTGTCCTGCGATTAAA(^X3CTGT (SEQ ID NO:44) 

ATCCTGTCCCTACTGG®CATTG (SEQ ID NO:45) 

TGTGGACGTGAGAGTdAGAAAT (SEQ ID NO:46) 

TGGAGTGCTATGGCAGGATCTCT (SEQ ID NO:47) 

20 CCATGGGCATCAAATt|cCTGGGA (SEQ ID NO:48) 

J 

CACACCTGGCTCATnirTGTAT (SEQ ID NO:49) 



TCATCCAGGTTGTAGATGGCA (SEQ ID NO:50) 
AGGCTCAACAAGGAAAAATGC (SEQ ID NO:51) 
GCTAGACAGTCAAGGAGGGAGG (SEQ ID NO:52) 

25 AAAGGGTGGGTGTGaGAGACATTGG (SEQ ID NO:53) 

AAACCAACCTAGGCa4cCCAAA (SEQ ID NO:54) 
CAGTGTCCAAAGAGCACG (SEQ ID NO:55) 
CTACCCCTTTAGCGAGG (SEQ ID NO:56) 
TCCTGCCCCCAGAGCGTCACC (SEQ ID NO:57) 

30 GTACGGTCCACATAATfrrTGGAGGA (SEQ ID NO:58) 

CGACGAACTTCTCTG/jAGCGAA (SEQ ID NO:59) 
AGCGACACGGGCATC TGG (SEQ ID NO:60) 
ATGAGCGTCCACCTCC TGAACC (SEQ ID NQ:61) 
• AGGCAGCAGCATCGT( JATCCCC (SEQ ID NO:62) 

35 TGCATAGCTAGGTCCl GC (SEQ ID NO:63) 
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AACTGACRAAACTAGCTCTATGGGGTGGTGCCGCA (SEQ ID NO:64) 
CTGGCTCTGAAAGTTACTAGCCC CSEQ ID NO:65) 
GCTGGACTGTCACCGCATG (SEc/ ID NO:66) 
GGAGCAGGGTTGGCGTG (SEQio NO:67) 
TGCCCTCCCAGAGGTAAGGCQT {SEQ ID NO:68) 
CCCTCCCGGAGGTAAGGCCTC (SEQ ID NO:69) 
GATCAAAGAGACAGACGAGa (SEQ ID NO:70) 
GAAGCCCAGGAAATGG (SEQ ID NO:71) 
GGACGCCCACCTGGCCAA(pC (SEQ ID NO:72) 
CGTGCTGCCCAACGAAGTG (SEQ ID NO:73) 



15 



20 



25 



30 



32. The primer or probe according to any of claims 29, 30 or 31 , wherein the probe 
is operably linked to at lea^i one label, such as operably linked to two different 
labels. 

33. The probe according to claim 31 , wherein the label Is selected from TEX, TET, 
TAM, ROX. R6G. ORG, BEX, FLU, FAM, DABSYL, Cy7, Cy5, Cy3, BOFL, BOF. 
BO-X, BO-TRX, BO-TMR, JOE, 6JOE, VIC, 6FAM, LCRed640. LCRed705, 
TAMRA, Biotin, Digoxigenin, DuO-family, Daq-family. 



CO > 



34. The primer or probe a 
probe is operably linked 



35. The primer or probe according to claim 33, wherein the surface is the surface of 
microbeads or a DNA c^ lip. 

36. An antibody directed to an epitope of a RAI gene product. 



37. A kit for use in a methoc 
least one primer or probB 
and optionally further ami 



rding to any of claims 29-32, wherein the primer or 
to a surface. 



as defined in any of the claims above, comprising at 
, said probe being as defined in any of claims 30-36, 
plifying means for nucleic add amplification/ 
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